The values for TON_0538, 0540 and 0541 included in arCOG C were omitted because the fold change values 35
could not be calculated due to a multiple-base deletion. process. The distribution pattern of each mutation found in the 156T genome was analyzed using RNA-seq data. 62
The mutation distribution (%) was determined by dividing the mutation read over the total read number of each 63 
Confirmation of mutations in non-coding region
Genome position_ 1351559_F 5'-gggacgatgcccttgccgac-3'
Genome position_ 1351559_R 5'-gatcctggtgaatgccgtaa-3'
